ATGAAGTTGCCTGTTAGGCTGTTGGTGCTTCTGTTGTTCTGGATTCCTGTTTCCGGAGGT 

1 . 60 

TACTTCAACGGACAATCCGACAACCACGAAGACAACAAGACCTAAGGACAAAGGCCTCCA 
[MKLPVRLLVLLL FWIPVSGG] 
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GATGTTGTGGTGACTCAAACTCCACTCTCCCTGCCTGTCAGCTTTGGAGATCAAGTTTCT 

61 120 

CTACAACACCACTGAGTTTGAGGTGAGAGGGACGGACAGTCGAAACCTCTAGTTCAAAGA 
[DVVVTQTPLSLPVSFGDQV S 

Framework 1 

ATCTCTTGCAGGTCTAGTCAGAGTCTTGCAAAGAGTTATGGGAACACCTATTTGTCTTGG 

121 180 

TAGAGAACGTCCAGATCAGTCTCAGAACGTTTCTCAATACCCTTGTGGATAAACAGAACC 
I S C][R SSQSLAKSYGNTYL S] [W 
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TACCTGCACAAGCCTGGCCAGTCTCCACAGCTCCTCATCTATGGGATTTCCAACAGATTT 
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AG CAC AATAAAG CCTG AGGACTTGGG AATGTATTACTG CTTAC AAGG T AC AC AT CAG C CG 

301 360 

TCGTGTTATTTCGGACTCCTGAACCCTTACATAATGACGAATGTTCCATGTGTAGTCGGC 
ST I KP E DLGMY YC][LQGT H Q P 

CDR 3 

TACACGTTCGGAGGGGGGACCAAGCTGGAAATAAAA 

361 

ATGTGCAAGCCTCCCCCCTGGTTCGACCTTTATTTT 

YT][FGGGTKLEIK] 
Framework 4 
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GTTTTTAAGTTCCCGTTCCGGTGTAACTGACATCTGTAAAGGAGGTCGTGTCGGATGTAC 
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361 42 Q 

CTGCCTACCCTGATACGATAACTGATGACCCCAGTTCCGTGGAGTCAGTGGCAGAGGAGT 
DGWDYAID Y][W GQGT-SVTVSS] 

CDR 3 Framework 4 
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